GenCore version 5.1.3 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 



January 14, 2003, 01:23:19 ; Search time 13662 Seconds 

(without alignments) 
17851.084 Million cell updates/s 

US-09-775-938A-37 
8380 

1 gcaccgttggaacgttatgg arargggcaaaaaaaaaaan 8380 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



2054640 seqs, 14551402878 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



4109280 



Database 



GenEmbl : * 
1 : gb_ba : * 
2: gb_htg:* 
3: gb_in:* 
4 : gb_om : * 
5 : gb_ov : * 
6: gb_pat : * 
7 : gb_ph : * 
8 : gb_pl : * 
gb_pr : * 
gb_ro : * 
gb_sts : * 
gb_sy : * 
gb_un : * 
gb_vi : * 
em_ba : * 
em_f un : * 
em hum : * 



9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 
23 
24 
25 
26 
27 



em_m : * 
em_mu : * 
em_om : * 
em_or : * 
em_o v : * 
em_pat : * 
em_ph : * 
em_pl : * 
em_ro : * 
em sts:* 



0 Q 
Z 0 


em 


un : * 


0 Q 


em 


vi : ^ 


oU 


em 


htg hum: * 


T 1 


em 


htg i nv : * 




em 


ntg other : * 


JJ 


em 


htg mus : * 


1 /I 


em 


htg pin : * 


-J yj 






36 


em 


htg mam: * 


37 


em 


_htg__vrt : * 


38 


em 


_sy : * 


39 


em_ 


_htgo hum: * 


40 


em 


_htgo_mus : * 


41 


em 


_htgo_other : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 





i\\J . 


Score 


Match 


Leng Lii 


np 

USD 


t n 
1 U 


Description 




1 


8196 


. 8 


97 


.8 


o "3 o n 
o jo U 


c 
0 




AX083257 Sequence 




o 
Z 


236 


.2 


2 


.8 


lo ol 4 


1 


n o t~i jjT f-i r t 

BSPKSH 


Z14098 B.subtilis 






236 


.2 


2 


.8 


o J ol 0 


1 


BSU11039 


U11039 Bacillus su 






236 


.2 


2 


.8 


23378 0 


1 


BSUB0010 


Z99113 Bacillus su 


Q 


5 


199 


.4 


2 


.4 


1 1 Q G. c 

-L _L O J D 


1 

± 


/-VCj U U ft J ff 4 


AT f\ C\ A "3 A A U-i Uv-1 ^ „ V> 

AhjUU4J44 viorio cn 




6 


174 


.8 


2 


.1 


. 1803 


1 


PAG ORG 


X54201 P. aerugino 




7 


174 


.8 


2 


.1 


10541 


1 


AE004629 


AE004 62 9 Pseudomon 


C 


8 


169 


2 


.0 


342800 


1 


AP003598 


AP003598 Nostoc sp 




9 


167 


. 4 


2 


.0 


1805 


1 


A7120GOR 


X89712 Anabaena PC 




10 


160 


.2 


1 


. 9 


7178 


1 


MXA6977 


AJ006977 Myxococcu 


c 


11 


158 


.4 


1 


.9 


11714 


1 


AE009538 


AE009538 Brucella 




12 


139 


.4 


1 


.7 


7735 


1 


BSPOLKET 


Z35133 B.subtilis 




13 


132 


.4 


1 


. 6 


2029 


6 


A43677 


A43677 Sequence 2 




14. 


132 


4 


1 


.6 


2063 


8 


PSGLRED 


X60373 P. sativum m 




15 


129 


2 


1 


.5 


2211 


8 


NCGMGRE 


X76293 N.tabacum g 




16 


128 


4 


1 


.5 


1995 


8 


AF019907 


AF019907 Vitis vin 




17 


126 


8 


1 


.5 


6000 


6 


AX083249 


AX08324 9 Sequence 




18 


126 


4 


1 


.5 


5482 


1 


BCU19883 


U19883 Burkholderi 




19 


125 


4 


1 


.5 


2081 


8 


SOYGLUTR 


L11632 Soybean glu 




20 


125 


4 


1 


.5 


2672 


6 


AX083254 


AX083254 Sequence 




21 


124 


6 


1 


.5 


4684 


6 


AX416809 


AX416809 Sequence 


c 


22 


124 


2 


1 


.5 


348527 


1 


AP003360 


AP003360 Staphyloc 




23 


123 


4 


1 


.5 


270050 


1 


AL591977 


AL591977 Listeria 




24 


123 


1 


.5 


2042 


8 


AF109694 


AF109694 Brassica 


c 


25 


122 


6 


1 


.5 


290150 


1 


AP004824 


AP004824 Staphyloc 




26 


122 


1 


.5 


1968 


8 


AF34 94 4 9 


AF349449 Brassica 




27 


121. 


2 


1 


4 


1993 


8 


ATHGR 


D14049 Arabidopsis 




28 


121. 


2 


1 


4 


2045 


8 


AY054677 


AY054 677 Arabidops 


c 


29 


121 


1 


4 


52276 


1 


AE014141 


AE014141 Streptoco 


c 


30 


116. 


6 


1 


4 


12575 


1 


AE009977 


AE009977 Streptoco 


c 


31 


116. 


6 


1 


4 


12578 


1 


AE006497 • 


AE006497 Streptoco 


c 


32 


114 . 


6 


1. 


4 


224650 


1 


AL596164 


AL596164 Listeria 


c 


33 


114 . 


6 


1. 


4 


349980 


6 


AX417038 


AX417038 Sequence 



GenCore version 5.1.3 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



January 14, 2003, 01:20:14 ; Search time 1017 Seconds 

(without alignments) 
18556.289 Million cell updates/sec 

US-09-775-938A-37 
8380 

1 gcaccgttggaacgttatgg arargggcaaaaaaaaaaan 8380 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 2185239 seqs, 1125999159 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



4370478 



Database : 



N_Geneseq_101002 : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 
22 
23 
24 



/SIDS2/gcgdata/geneseq/geneseqn- 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn- 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn- 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 
/SIDS2/gcgdata/geneseq/geneseqn 



embl/NA1980 . DAT : 
embl/NAl 98 1 . DAT : 
embl/NA1982 . DAT : 
embl/NAl 983 . DAT : 
embl/NAl 98 4 . DAT: 
embl/NAl 98 5. DAT: 
embl/NAl 9 8 6. DAT: 
embl/NAl 9 8 7. DAT: 
embl/NAl 98 8. DAT: 
-embl/NAl 98 9. DAT: 
embl/NA1990 . DAT ; 
embl/NAl 9 91. DAT: 
embl/NAl 9 92. DAT: 
embl/NAl 9 9 3. DAT: 
-embl/NA1994 .DAT: 
-embl/NAl 9 95. DAT: 
-embl/NAl 9 9 6. DAT: 
-embl/NAl 9 97. DAT: 
-embl/NAl 9 9 8. DAT: 
embl/NAl 9 9 9. DAT: 
embl/NA2000 . DAT : 
-embl/NA2001A. DAT : * 
-embl/NA2001B . DAT : * 
-embl/NA2002 . DAT : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 





NO . 


Score 


Match 


Length 


UD 


x u 


Description 




1 
X 


8196, 


,8 


97, 


.8 


O jo U 


9 A 
Z 4 


aauz y u u / 


• • 

Bugula neritina co 




9 
Z 


5427. 


,8 


64, 


. 8 


G. Q 1 A 


9 /I 
Z 4 


7\ 7\ r\9 onno 

aauz yuuo 


B. neritina cosmid 




9 


160. 


,2 


1, 


. 9 


/ X / o 


9 1 
Z X 


/WiO y X 4 D 


DNA encoding a pep 




/I 


132. 


,4 


1, 


. 6 


9 n 9 Q 

z uz y 


1 C 
X D 


7\ 7\ piQ n Q 1 9 

AA^|0 / y XZ 


Glut athione-reduct 




O 


126. 


8 


1, 


.5 


ou u u 


9 A 
Z 4 


ft. ft. H9 Q. G G G 

aauz o y y y 


Bugula neritina PK 




O 


125. 


4 


1, 


.5 


OCT) 
Z O / Z 


9 /I 
Z 4 


AAUZ yuu4 


Bugula neritina co 




/ 


124. 


6 


1, 


.5 


A d O / 
4 DO 4 


9 /l 

Z 4 


ABU / u y o / 


Listeria monocytog 


c 


o 
0 


116. 


6 


1, 


.4 


7 1/1 
/ X H 


9 A 
Z 4 


AfcSN boo Do 


Streptococcus poly 




Q 

y 


110. 


6 


1. 


.3 




9 9 

ZZ 


AAfc Zojjo 


Genomic fragment # 


c 


i n 
x u 


110. 


2 


1. 


.3 


Tom 
joUj 


9 9 
Z Z 


ft 7\ U E> /I 1 Q"7 
AAHO 4 X y / 


S. epidermidis gen 


c 


1 1 
1 1 


109. 


4 


1. 


.3 


4 UX / 


9 9 
ZZ 


7\7\LJC/IA£/1 

AAH0 4 U d4 


S. epidermidis gen 




1 z 


108. 


8 


1. 


.3 


x oo y 


9 jI 

Z 4 


ABNobyo 1 


Streptococcus poly 




i 9 


108. 


2 


1. 


.3 


H 1 A H 
I 14 / 


ly 


AAVo^loo 


Streptococcus pneu 


c 


14 


106. 


6 


1. 


.3 


726 


24 


ABN93298 


Staphylococcus epi 


c 


i c; 
13 


106. 


6 


1. 


.3 


/ /l 


Z4 


ABNooo 67 


Streptococcus poly 




1 c 
X O 


106. 


6 


1. 


. 3 


ZlOODbX 


9 A 

z 4 


7\ VlO 1 COT 

ABN / loz / 


Streptococcus poly 


c 


1 7 
X I 


105. 


4 


1. 


.3 


Z y 4 4 DZ 0 


9 /I 
Z 4 


AtSAUOU4 X 


Listeria monocytog 


c 


1 Pi 

X o 


105. 


2 


1. 


,3 


71/1 
/ X 4 


9 /I 

Z H 


ft "DM7 1 fl Q £ 
AoN / X Uo D 


Streptococcus poly 




1 Q 

X _? 


105 


1. 


.3 


jDOO 


9 4 
Z fi 


aauz y U U X 


Bugula neritina co 


c 


9 n 
z u 


104 


1. 


.2 


9 1 "7 

111 


9 9 
ZZ 


AAH D J o b D 


S. epidermidis ope 


c 


z ± 


104 


1. 


.2 


717 
/ X / 


9 9 
Z Z 


AAn jjo /y 


S . epidermidis ope 




Z Z 


102. 


2 


1. 


.2 


X D 0 U 


9 4 

Z 4 


7\ DAI C\ AH D 


Listeria monocytog 




9 ^ 
Z J 


101. 


8 


1. 


.2 


/ y o y 


9 n 
Z U 


AAXXoZUb 


Enterococcus faeca 


c 


9 A 
Z ft 


98. 


2 


1. 


.2 


TIT 
/ X / 


9 1 

Z X 


AAAyo4 oo 


E. coli essential 


c 


9 ^ 
Z 0 


98. 


2 


1. 


,2 


7 1 "7 
/ X / 


9 1 

Z X 


7\7\AQQ91 9 

AAAo o / XZ 


E. colx FUN essent 


c 


9 £ 
Z 0 


98. 


2 


1. 


.2 


7 17 
/ X / 


9 9 
Z Z 


AAn o X 4 U b 


Escherichia coli p 




9 T 
Z / 


96. 


6 


1, 


.2 


1 9 vl 9 

Xo4 / 


9 yl 
Z 4 


ABNobyo U 


Streptococcus poly 




9 R 
Z 0 


94. 


2 


1. 


, 1 


i "3 q n 


9 1 
Z 1 


AAAUDo /u 


Group B Streptococ 




9 Q 

z y 


94. 


2 


1. 


.1 




9 9 

ZZ 


AASU /Uzo 


DNA encodxng Group 




jU 


92. 


8 


1. 


.1 


1 O DO 


9 9 

ZZ 


AAFy43oo 


Haemophilus influe 




J X 


92. 


8 


1. 


.1 


1 9 

X O DO 


9 / 

Z 4 


ABi\b4 y 4 / 


DNA encoding Haemo 


c 


9, 9 


86. 


6 


1, 


,0 


DO 4 


9 9 

ZZ 


7\ 7\ c m n a o 
AAbU / U4 z 


DNA encoding Group 




9, 9 


86. 


6 


1. 


,0 


zZUd 


9 9 
ZZ 


AAS4 1 / / y 


Genomic sequence # 




O 4 


86. 


6 


1. 


,0 


9 9 n £ 
ZZUD 


9 9 
Z Z 


7\7\ C / 1 099 

AAb4 XoZ J 


Genomic sequence # 






86. 


6 


1. 


,0 


990£ 
ZZUD 


9 9 
z z 


ZiZXQyll R79 
AAo 4 X 0 / Z 


Genomic sequence # 




36 


86. 


6 


1. 


,0 


2206 


22 


AAL02886 


Human reproductive 




37 


86. 


6 


1. 


,0 


2206 


22 


AAL02916 


Human reproductive 




38 


86. 


6 


1. 


,0 


2206 


22 


AAK69626 


Human immune /haema 




39 


86. 


6 


1. 


,0 


2206 


22 


AAK85452 


Human immune /haema 




40 


86. 


6 


1, 


,0 


2206 


22 


AAK85502 


Human immune /haema 




41 


82. 


6 


1. 


,0 


6373 


21 


AAA51639 


pGM7 95 containing 




42 


81. 


8 


1. 


,0 


5890 


21 


AAA51637 


Plasmid pGM7 69 con 




43 


81. 


6 


1. 


.0 


862 


24 


AAD29379 


Beta-lactamase gen 




44 


81. 


6 


1. 


0 


4811 


23 


AAS92120 


DNA encoding novel 




45 


81. 


6 


1. 


.0 


6062 


13 


AAQ20765 


pAD-CMV19. AAQ20 



ALIGNMENTS 

RESULT 1 



GenCore version 5.1.3 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: January 14, 2003, 02:32:09 ; Search time 166 Seconds 

(without alignments) 
15481.634 Million cell updates/sec 

US-09-775-938A-37 
8380 

1 gcaccgttggaacgttatgg arargggcaaaaaaaaaaan 8380 



Title: 

Perfect score : 
Sequence : 

Scoring table: 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 441362 seqs, 153338381 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



882724 



Database : Issued_Patents JSIA: * 

1: /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3: /cgn2_6/ptodata/l/ina/6A_COMB. seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5: /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6: /cgn2_6/ptodata/l/ina/backf ilesl .seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



Query 





No. 


Score 


Match 


Length 


DB 


ID 








Description 




1 


108.2 


1 


.3 


7147 


4 


us- 


-08- 


■961 


-527-23 


Sequence 


23, Appl 


c 


2 


106. 6 


1 


.3 


726 


4 


us- 


■09- 


■134 


-001C-2761 


Sequence 


2761, Ap 


c 


3 


80 


1 


.0 


1106 


1 


US- 


■08- 


-041 


-648-4 


Sequence 


4, Appli 


c 


4 


80 


1 


0 


1106 


1 


US- 


•08- 


041 


-648-6 


Sequence 


6, Appli 


c 


5 


80 


1 


0 


1106 


1 


US- 


08- 


041 


-648-8 


Sequence 


8, Appli 




6 


80 


1 


0 


1163 


4 


US- 


09- 


025 


-769B-284 


Sequence 


284, App 


c 


7 


80 


1 


0 


1289 


4 


us- 


09- 


025 


-769B-361 


Sequence 


361, App 




8 


80 


1 


0 


1947 


4 


us- 


09- 


025 


-769B-264 


Sequence 


2 64, App 




9 


80 


1 


0 


2422 


1 


us- 


07- 


867 


-106-5 


Sequence 


5, Appli 


c 


10 


80 


1 


0 


2728 


4 


us- 


09- 


025- 


-769B-299 


Sequence 


299, App 


c 


11 


80 


1. 


0 


2755 


2 


us- 


07- 


916- 


-098A-7 


Sequence 


7, Appli 




12 


80 


1. 


0 


2927 


2 


us- 


08- 


941- 


-647A-1 


Sequence 


1, Appli 



GenCore version 5.1.3 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



January 14, 2003, 02:35:14 ; Search time 230 Seconds 

(without alignments ) 
16035.070 Million cell updates/sec 

US-09-775-938A-37 
8380 

1 gcaccgttggaacgttatgg arargggcaaaaaaaaaaan 8380 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



389086 seqs, 220051671 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



778172 



Post -processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database 



Published_Applications_NA: * 

1 : /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB . 

2 : /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. s 

3: /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. 

5 : /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB. 

6: /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB 

7 : /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. 

8 : /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB. 

9: /cgn2_6/ptodata/2/pubpna/US09_NEW_PUB. 

10 : /cgn2_6/ptodata/2/pubpna/US09_PUBCOMB 

11 : /cgn2_6/ptodata/2/pubpna/US10_NEW_PUB 

12 : /cgn2_6/ptodata/2/pubpna/US10_PUBCOMB 

13 : /cgn2_6/ptodata/2/pubpna/US60_NEW_PUB 

14: /cgn2_6/ptodata/2/pubpna/US60 PUBCOMB 



seq: * 
eq: * 
seq: * 
seq: * 
seq: * 

seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 
seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result Query 

No. Score Match Length DB 



ID 



Description 



1 8196.8 97.8 8380 10 US-09-775-938A-37 

2 126.8 1.5 6000 10 US-09-775-938A-2 9 

3 125.4 1.5 2672 10 US-09-775-938A-34 

4 121.2 1.4 1698 9 US-09-938-842A-17 4 2 



Sequence 37, Appl 
Sequence 29, Appl 
Sequence 34, Appl 
Sequence 1742, Ap 



GenCore version 5.1.3 
Copyright (c) 1993 - 2003 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 

Run on: January 14, 2003, 02:29:49 ; Search time 6839 Seconds 

(without alignments) 
19844.740 Million cell updates/sec 

Title: US-09-775-938A-37 
Perfect score: 8380 

Sequence: 1 gcaccgttggaacgttatgg arargggcaaaaaaaaaaan 8380 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 16154066 seqs, 8097743376 residues 



Total number of hits satisfying chosen parameters: 32308132 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : EST:* 

1: em_estba:* 

2: em_esthum:* 

3: em_estin:* 

4: em_estmu:* 

5: em_estov:* 

6: em_estpl:* 

7: em_estro:* 

8: em_htc:* 

9: gb_estl:* 
10: gb_est2:* 
11: gb_htc:* 
12: gb_est3:* 
13: gb_est4:* 
14: gb_est5:* 
15 : em_est f un : * 
16: em_estom:* 
17: gb__gss:* 
1 8 : einjgs s_hum : * 
19: em_gss_inv:* 
20: em_gss_pln:* 
2 1 : em_gs s_vr t : * 
22: em_gss_fun:* 
23: em_gss__mam: * 
24 : em_gss_mus : * 
25: em_gss_other : * 
26: em_gss_pro:* 
2 7 : em_gs s__r od : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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